**Abstract**

Considering the importance of circadian rhythm on human pathophysiology and social behavior, it is of important to determine a man's real circadian clock on a certain time of a day. In the present study, we developed a realistic method to predict a man's circadian clock with combination of standard circadian clock genes' expression profiles and circadian clock prediction model (CPM) which is based on a machine learning program. At first, hair follicle cells were collected at 8, 11, 15, 19, and 23 o'clock for 2 days from 18 normal persons, and standard expression profiles of 10 circadian clock genes (*Per1, Per2, Per3, Clock, Arntl, Cry1, Cry2, Npas2, Nr1d1* and *Nr1d2*) were established. The expression of each clock genes were then conducted to cosine curve fitting with the frequency of 24 hours, because every circadian clock gene expressions have 24 hour periodicity. The circadian clock prediction model (CPM) was designed by the inversed form of the circadian rhythm function (i.e. Circadian Time = F(gene)), and the accuracy of CPM was evaluated with model validation technique such as leave one out cross validation (LOOCV). The mean absolute error (MAE) using 10 circadian clock genes is 3.43, which means the prediction error of collection time is 3. 43 hours. When using 6 clock genes such as *Per1, Per3, Clock, Cry2, Npas2,* and *Nr1d2*, the MAE is lowest and its value is 3.24 hours. In conclusion, by using CMP, we can predict a man's real circadian clock time with only a single point biological sample at any time of a day, and the accuracy of prediction time is within 3.24 hours.
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